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S" . l-CTB construct translation DNA- PROTEIN 



MGHTRRQGTSP SKCPYLNFF 
atg ggc cac aca ccg agg cag gga aca tea cca tec aag tgt cca tac etc aat ttc ttt 

QLLVLAGLSHFCSGVIHVTK 
cag etc ttg gtg ctg get ggt ctt tct cac ttc tgt tea ggt gtt ate cac gtg ace aag 

EVKEVATLSCGHNVSVEELA 
gaa gtg aaa gaa gtg gca acg ctg tec tgt ggt cac aat gtt tct gtt gaa gag ctg gca 

QTR I YWQKEKKMVLTMMSG D 
caa act cgc ate tac tgg caa aag gag aag aaa atg gtg ctg act atg atg tct ggg gac 

MNIWPEYKNRTIFDITNNLS 
atg aat ata tgg ccc gag tac aag aac egg acc ate ttt gat ate act aat aac etc tec 

I V I LALRPSDEGTY ECVVLK 
att gtg ate ctg get ctg cgc cca tct gac gag ggc aca tac gag tgt gtt gtt ctg aag 

YSKDAFKREHLAEVTLSVKA 
tat gaa aaa gac get ttc aag egg gaa cac ctg get gaa gtg acg tta tea gtc aaa get 

DFPTPSISDFEIPTSMIRRI 
gac ttc cct aca cct agt ata tct gac ttt gaa att cca act tct aat att aga agg ata 

ICSTSGGFPEPHLSWLENGE 
att tgc tea acc tct gga ggt ttt cca gag cct cac etc tec tgg ttg gaa aat gga gaa 

ELNAINTTVSQDPETELYAV 
gaa tta aat gec ate aac aca aca gtt tec caa gat cct gaa act gag etc tat get gtt 

SSFGGSGGSATPQN'ITDLC 
age gaa ttc ggc ggc tec ggt ggt age gec aca cct caa aat att act gat ttg tgt 



AEYHNTQ IHTLNDKIFSYTE 
gca gaa tac cac aac aca caa ata cat acg eta aat gat aag ata ttt teg tat aca gaa 

3LAGKREMAI ITFKNGATFQ 
tct eta get gga aaa aga gag atg get ate att act ttt aag aat ggt gca act ttt caa 

VSVPGSQHIDSQKKAIERMK 
eta gaa gta cca ggt agt caa cat ata gat tea caa aaa aaa gcg att gaa agg atg aag 

DTLR IAYLTEAKVEKLCVWN 
gat acc ctg agg att gca tat ctt act gaa get aaa gtc gaa aag tta tgt gta tgg aat 

KKTPHAIAAISMAH* 
aat aaa acg cct cat gcg att gee gca att agt atg gca aat taa 
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VGLSIJILFVMAFLLSGAAPL 
arc gga ctg agt aac att etc etc etc atg gec ttc ctg etc tct ggt get get cct erg 

XIQAYFNETADLPCQFANSQ 
aac art caa get tat etc aat gag act gca gac ctg cca tgc caa ttt gca aac tct caa 

SQSLSELVVFWQDQENLVLN 
aac caa age ctg agt gag eta gca gta ttt tgg cag gac cag gaa aac ttg gtt ctg aat 

ZVYLGKEKFDSVHS KYMGRT 
cag gta tac tta ggc aaa gag aaa ttt gac agt gtt cat tec aag tat atg ggc cgc aca 
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3RA1 -CT2 construct translation PROTEIN -DNA 



MAISGVPVLGFFI IAVLMSA 
ATG GCC ATA ACT GGA GTC CCT GTG CTA GGA TTT TTC ATC ATA GCT GTG CTG ATG AGC GCT 

QSSWAIKEEHVIIQAEFYLN 
CAG GAA TCA TGG GCT ATC AAA GAA GAA CAT GTG ATC ATC CAG GCC GAG TTC TAT CTG AAT 

PDQSGEFMFDFDGDEIF-HVD 
CCT GAC CAA TCA GGC GAG TTT ATG TTT GAC TTT GAT GGT GAT GAG ATT TTC CAT GTG GAT 

M AKKETVWRLEEFGRFASFE 
ATG GCA AAG AAG GAG ACG GTC TGG CGG CTT GAA GAA TTT GGA CGA TTT GCC AGC TTT GAG 

AQGALANIAVDKANLEI MTK 
GCT CAA GGT GCA TTG GCC AAC ATA GCT GTG GAC AAA GCC AAC CTG GAA ATC ATG ACA AAG 

R SN YTP I TNV PPEVTVL TNS 
CGC TCC AAC TAT ACT CCG ATC ACC AAT GTA CCT CCA GAG GTA ACT GTG CTC ACG AAC AGC 

P VELREPNVL ICFIDK FTPP 
CCT GTG GAA CTG AGA GAG CCC AAC GTC CTC ATC TGT TTC ATC GAC AAG TTC ACC CCA CCA 

VVNVTWLRNGKPVTTGVSET 
GTG GTC AAT GTC ACG TGG CTT CGA AAT GGA AAA CCT GTC ACC ACA GGA GTG TCA GAG ACA 

VFLPREDHLFRKFHYLPFLP 
GTC TTC CTG CCC AGG GAA GAC CAC CTT TTC CGC AAG TTC CAC TAT CTC CCC TTC CTG CCC 

STEDVYDCRVEHWGLDEPLL 
TCA ACT GAG GAC GTT TAC GAC TGC AGG GTG GAG CAC TGG GGC TTG GAT GAG CCT CTT CTC 

KHWEFDAPSPLPETTEEFGG 
AAG CAC TGG GAG TTT GAT GCT CCA AGC CCT CTC CCA GAG ACT ACA GAG GAA TTC GGT GGT 

SGGSAQLEWELQALEKENAQ 
TCC GGT GGT TCC GCG CAG CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA AAC GCG CAG 

LEWELQALEKELAQ G. GSGGS 
CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA CTG GCG CAG GGC GGC TCC GGT GGT AGC 

ATPQNITDLCA EYHNTQIH 
GCC ACA CCT CAA AAT ATT ACT GAT TTG TGT GCA GAA TAC CAC AAC ACA CAA ATA CAT 

TLNDKIFSYTESLAGKREMA 
ACG CTA AAT GAT AAG ATA TTT TCG TAT ACA GAA TCT CTA GCT GGA AAA AGA GAG ATG GCT 

I ITFKNGATFQVEVPGSQHI 
ATC ATT ACT TTT AAG AAT GGT GCA ACT TTT CAA GTA GAA GTA CCA GGT AGT CAA CAT ATA 

D SQKKAI ERMKDTLRIAYLT 
GAT TCA CAA AAA AAA GCG ATT GAA AGG ATG AAG GAT ACC CTG AGG ATT GCA TAT CTT ACT 

EAKVZKLCVWNNKTPHAIAA 
GAA GCT AAA GTC GAA AAG TTA TGT GTA TGG AAT AAT AAA ACG CCT CAT GCG ATT GCC GCA 

I S M A N * 
ATT AGT ATG GCA AAT TAA 
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:/: 21/11 

>! V C L K 7 ? G G £ C M A A L T V T L M 
ATG 373 737 CTG AAG 77C C37 GGA GGC 7CC TGC ATG GCA GOT CTG ACA GTG ACA CTG ATG 

61,:: 9i/3i 

v 1 £ £ ? 1 A 1 A G D T R F R F L S Q V 
GTG 773- A3 3 733 CCA C7G GC7 773 337 GGG GAC ACC CGA CCA CGT 77 C TTG GAG CAG GTT 

::i;4i isi/51 

XKECEFFtfGTERVRF'LDRYF 
AAA CAT CAG 7C-7 CAT 77C 77 C AAC GGG ACG GAG CGG GTG CGG TTC CTG GAC AGA TAC TTC 
1=1/61 211/71 

YKCESYVRFDSDVGEYRAVT 
7A7 CAC CAA GAG GAG 7AC GTG CGC TTC GAC AGC GAC GTG GGG GAG TAC CGG GCG GTG ACG 
24:, S"- 271/91 

ELiGRPDAEYWNSQKDLLEQK 
GAG CTG GGG CGG CCT GAT GCC GAG TAC TGG AAC AGC CAG AAG GAC CTC CTG GAG CAG AAG 
2C1/1C1 331/111 

RAAVDTYCRKNYGVGESFTV 
CGG GCC GCG GTG GAC ACC TAC TGC AGA CAC AAC TAC GGG GTT GGT GAG AGC TTC ACA GTG 
251/121 391/131 

Q R R V Y PEVTVYPAKTQPLQH 
CAG CGG CGA GTC TAT CCT GAG GTG ACT GTG TAT CCT GCA AAG ACC CAG CCC CTG CAG CAC 
421/141 451/151 

HNLLVCSVNGFYPGS IEVRW 
CAC AA3 CT3 CTG GTC TGC TCT GTG AAT GGT TTC TAT CCA GGC AGC ATT GAA GTC AGG TGG 
431/151 511/171 

FRNGQEEKTGVVSTGLIQNG 
TTC CGG AAC GGC CAG GAA GAG .AAG ACT GGG GTG GTG TCC ACA GGC CTG ATC CAG AAT GGA 
541/131 571/191 

DWTFQTLVMLETVPRSGEVY 
GAC 7GG A3 3 77C CAG ACC C7G GTG ATG CTG GAA ACA GTT CCT CGG AGT GGA GAG GTT TAC 
601/20: 631/211 

TCQVEHPSLTS PLTVEWRAR 
ACC TGC CAA GTG GAG CAC CCA AGC CTG ACG AGC CCT CTC ACA GTG GAA TGG AGA GCA CGG 
661/221 691/231 

SESAQSKGGSGGSAQLKKKL 
TCT GAA 7C7 GCA CAG AGC AAG GGC GGC TCC GGT GGT AGC GCC CAG CTG AAG AAG AAA CTC 
721/241 ' 751/251 

QALKKKNAQLKQKLQALKKK 
CAG GCT C7G AAA AAA AAG AAT GCC CAG CTC AAG CAG AAG CTG CAG GCC CTG AAG AAA AAG 
761/251 811/271 

LAQGSGGSAGGGLND IFEAQ 
CTC- GCT CAC- GGT TCC GGT GGT TCC GCG GGT GGT GGT TTG AAC GAC ATC TTC GAA GCT CAG 

341/232 

K I E W H * * 

AAA ATC GAA TGG CAC TAA TAA 
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